The use of plasmid profiling for epidemiological studies of bacterial infections is an accurate and reliable method of typing, especially where no other typing scheme is available.' Restriction endonuclease digestion of whole DNA has also been used in fingerprinting strains of the same bacterial species.2 3 All these studies require accurate estimation of the size of DNA fragments. Usually, molecular size of these fragments is determined by subjecting the DNA samples to electrophoresis on agarose, or polyacrylamide gels. The molecular size of DNA is inversely proportional to the distance travelled and may be calculated by comparison with the migration of known standards on the same gel. 4 The logarithm of size in megadaltons is plotted against the logarithm of relative mobility for each of the standards. Tables 1 and 2 show the actual molecular weights and the molecular weights estimated by the linear and parabolic programs of Hind III digests of phage A, and of standard plasmids of known size, respectively.
It should be noted that for the greatest accuracy, standards of similar sizes to the unknowns should be used for both linear and parabolic programs. Where high molecular weight unknowns are to be estimated, the`parabolic relation seems to be more accurate. Meyers et al4 showed that for high molecular weight DNA, there is a less linear relation between size and mobility. The parabolic program is also recommended for unknowns covering a wide range of sizes, especially when large sized standards are not available.
